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The 2 Bombyx actin genes Al and A2 have been isolated from a genomic libra-
ry and very probably code for muscle actins (1). We present here the comnlete
nucleotide sequence of their coding region determined according to the method
of Sanger(2). They do not contain any intron, contrary to another Bombyx ac-
tin gene (1). The coding region of these 2 genes presents a 89% homology at the
nucleotide sequence level: there are 109 silent changes among the 124 nucleo-
tides differing between the 2 genes. The deduced amino acid sequences are ve-
ry similar(98% homology): the 8 varying amino acid residues are located in po-
sition 5(Ala),6(Gly),43(Val),103(Ile),129(Cys),228(Gln),298(Leu) and 359(Gln).

I tO 20
His Cy& Asp Asp Asp Val Avg Alt Lau Val Val ASp Asa Gly ier Gly Hit Cys Ly Ala GCly Pt Ala GCly Ap h.p Ala Pro Aq Ala
ATG tGC GA:GAT GrT CT G CITGTA =GAC MATG T=1 G =1 1CCCTGM TtCA GCT GC C;G CCC=G OX

T T CGGC C C C A T A G C T A
30 40 s0

V.al Ph Pro Ser I1* V1l Gly eg Fro lg His GOn Gly L.u Het V.1 Gly Hs Gly GOn Lys Asp $er Tyr V1l Gly Asp GO Als GOln
91 GTC TIC COGC ATlIC CMGCT 0CCCT1W CAC CAG G CIATGGIX GCT AI GC CG MA GAC TM tV GIG T GAT GAG1=CA.

G T A C G CGC C A T G T A A
60 70 0s

Sir Lys Arg Gly I1e Lou Tlre Wu Lys Tyr Pro Ile Glu His Gly Ile Ile The Ass Trp Asp A p Hit Glu Lys Ile Trp H1s Hls Thr
181 AG: AV VGAAA AlC CTC ACT CaG TIC =C ATC GAG CAC CT A AIC XX AAC OW CAT GOC AIG GAG AVG A:C IW CAC CA: AX

A G A T A
90 100 110
PM Tyr As Glu L.u Acg Val Al Pro GluGs Hls ProVal Lou La The Gl la Pr Lem Fro Lys AlaAA Are Glu Lys Mt

271 T1C TA: AlT GAG CTG OWT GCIC ==GAGCGA CAC 0 CGI CIG oCGMC0C CCC CIC MCA= AAG CM AAC AGG G MG AlC
C T AAC G GA G G A

120 130 140
The GOn 0I. Met Ph. Clu Thte Ph Abs Set Pie Al. Hit Tyr Val Al. 1. GOn Al. Val Lau Set Lau Tyr Al. ier Cly Arg thr The

361 AOC CGATG ATC mT G AMC TIC AAC =C G5ATCTRGG ATCCaG CGT CIC TCG CIG TACCTOIGC CCT AM AX
T C G T GT C

SO0 160 170
Gly II. Val L.u Asp Ser Gly Ahp Gly Val Ser His Thr Val Pss 1le Tyr Gl Gly Tyr Ala Lem ProsH1Alt IOs Leb Arg Lsa ASp

451 G TCA TG CTC GC tCC CCAGAT RCCTCCTCC GA=TAACTTCGAA GOT TAC T CC = CA;OXAITC = T CIG GAC
C C C T G T

ISO 190 200
L Ala GlyAO g Asp Lem The Asp Tyr LSe lbtLys II. Ia. Thr GOs GlyeI.e rT The TU Al. GOlu Azj Glu .le V9l

541 TTC GCT CCT C GAC TTG AKX GAC TAC CTC AC AAC. AIC CIC ACC GA SC. ;Tl TAC TC TIC ACC AC ACC GCT GAG AMC ^ ATC Cff
C A T A C T T C C

210 220 230 23L..
Arg Asp II* Lys Glu Lys L0u Cys Tyr Val Al. 0.u ASp .nGI, lGn Gl. Hit Al. Ther As Ala Al. Sir Thr iet 0.. GO. Lys Set

631 CT GAC ATc AAG GA AAG CTC TC TAT GC CTC GCGTCG11 CAG Goa AlG1CK Am wCCC a TCC1W TCC CIC GVG AVMCT
C G T T T A Ca1 T A T A TG A

U40 250 3eO
Tyr Glu u Pre Asp Gly GinYl lIsTeThr l Gly AsaMts ArAqPCys eGo GluA Lem nu Gln Pro$er Ph Lem Gly t

721 TAC GM CIT CCT GAC G5 CVG CTGG Al C AlCAlC ACGAG TIC = TR =C CJGAG C TC15 CAG CCT 1Wt TIC CIG Ga All
G A A A C C CG A CCG

270 280 290
Gla Ser Cys Gly Ile lls Glu The Val Tye As. Set It. His Lys Cys Asp Val Asp Ile Arg Lys Asp L1s TyreAl Asso The VYl Hit

811 GAA TMWTM = ATC CACGAGAM GG TiCACTC1WAlC All AAGT GC100GTCI100 AllGCT AG 100CIaTGTC AAC AXIC ATG
G T G T C G C

300 310 330
Sir Gly Gy The Thr Hit Tyr Pr.ely Its Ala ASp Aeg lbs GlI Lys Glu Il. The Ala L. Ala PrM Ser Thr Ile Lys Ile Lys Ite

901 TM GOT XTC AM ATGTC AICTA GCAGoTG CAGCCG GMA1ICXXCICOC GATCCW ATT AAG X AVG ATC
IC C G G C

330 340 350
Ile Al Pro Pro Glulr Lys Tyr Se Val Trp 1le GyGlly Sr lle L Al Sre Lo SeehrT Gln Gln 1 Trp II* Ser Lys

"9I All CCTA WCO CW GA AVG TVC 1M GA WG AlC G=T TWIM AlCC WI MCCIM1 ICTCG CAGAC ATC IMA W AVC
G T G C C C CIG

360 370 370
GlI GI. Tyr Asp GlI iet Gy Pro Gly Its Val NIs Arg Lys Cys ns TeI

1081 GVG C GTAC GAC GCCMCM CM 1 Al GIC C10AC O AVG 1W 1c TM
C G C T

Figure legend: The first line corresponds to the codon number, the 2nd line
to the deduced amino acid sequence of the gene Al, the 3rd line to the nucleo-
tide sequence of the gene A1,and the 4th line to the nucleotide sequence of
the gene A2 but only the changes are indicated.
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